Dialister massiliensis strain Marseille-P5638 T (= CSUR P5638) is a new species from the genus Dialister and family Veillonellaceae which was isolated from the gut microbiota of a healthy individual.
The genus Dialister belongs to the order Firmicutes and includes anaerobic, nonmotile and Gram-negative bacilli [1] . To date, there are only five bacterial species with standing in nomenclature (https://www.bacterio.net/genus/dialister), all exclusively isolated from human samples. Here we report the isolation of a new Dialister species from a stool sample of a faecal transplant donor. This strain, Marseille-P5638, was obtained using the culturomics approach [2] [3] [4] .
Isolation and growth conditions
In November 2017, we collected a fresh stool specimen from a 30-year-old Frenchman, who was a faecal transplant donor. The stool was decontaminated with 100% ethanol (v/v) [5] . The stool was preincubated for 5 days in an anaerobic blood culture bottle (Becton Dickinson, Le Pont de Claix, France) containing 2 mL sheep's blood and 2 mL filter-sterilized rumen. Subsequently, culture suspension was inoculated on 5% sheep's blood-enriched Columbia agar (bioMérieux, Marcy l'Etoile, France) and incubated for 72 hours at 37°C in anaerobic atmosphere (anaeroGEN; Oxoid, Dardilly, France). Identification of isolated bacterial colonies was attempted by MALDI-TOF MS with a Microflex LT spectrometer (Bruker Daltonics, Bremen, Germany) and the Biotyper 3.0 software against the Bruker database that was continually incremented with the MEPHI database (https://www.mediterranee-infection.com/urms-database/), as previously reported [6] . Among these, the bacterial strain Marseille-P5638 could not be identified (Fig. 1 ).
The study was approved by the ethics committee of the Institut Mediterranee-Infection under reference 2016-010. The faecal transplant donor provided written informed consent for participation in this study. bacterial species to stool disinfection with ethanol has previously been described [5, 7, 8] . Characteristics of the strain are summarized in Table 1 . Strain Marseille-P5638 differed from closely related species with validly published names in terms of cell length, growth temperature, major fatty acid methyl ester composition, DNA G + C content, alkaline phosphatase and glutamic acid decarboxylase activities ( Supplementary Table S1 ).
Strain identification
To identify strain Marseille-P5638, the 16S rRNA gene was amplified using the primer pair fD1 and rP2 (Eurogentec, Angers, France), as previously described [9] , and sequenced using the Big Dye Terminator v1.1 Cycle Sequencing Kit and a 3500xLGenetic Analyzer capillary sequencer (Thermo-Fisher, Saint-Aubin, France). The 16S rRNA nucleotide sequence was assembled and corrected using the CodonCode Aligner software (https://www.codoncode.com/). Strain Marseille-P5638 exhibited a 95.99% sequence identity with Dialister succinatiphilus strain YIT 11850 T (GenBank accession no. AB370249), the closest phylogenetically related species with standing in nomenclature ( Fig. 3 ). We consequently classified this strain as type strain of a new species within the genus Dialister (family Veillonellaceae, phylum Firmicutes).
Genome sequencing
Genomic DNA was extracted using the EZ1 biorobot (Qiagen, Hilden, Germany) with the EZ1 DNA tissue kit (Qiagen) and then sequenced on a MiSeq sequencer (Illumina, San Diego, CA, 2 New Microbes and New Infections, Volume 34 Number C, ---2020 USA) with the Nextera Mate Pair sample prep and Nextera XT Paired End kits (Illumina), as previously described [10] . To improve the sequence assembly, a second genomic sequencing was performed using the MinIon sequencer using the SQK-LSK108 kit (Oxford Nanopore Technologies, Oxford, UK). The combination of these two technologies enabled us to obtain a single scaffold as the assembly. The assembly was performed with a pipeline incorporating several software packages (Spades [11] and Trimmomatic [12] for trimmed data). GapCloser [13] was used to reduce gaps. The genome of strain Marseille-P5638 is 2 320 000 bp long with a 48.4 mol% G + C content. The degree of genomic similarity of strain Marseille-P5638 T with closely related species was estimated by OrthoANI [14] . OrthoANI values among closely related species (Fig. 4) 
Conclusion
Strain Marseille-P5638 T , exhibiting several phenotypic and genomic differences, as well as a 16S ribosomal RNA sequence divergence of >1.3% and OrthoANI value of <95% with the closest phylogenetically related species with standing in nomenclature, is consequently proposed as the type strain of the new species Dialister massiliensis sp. nov.
Description of Dialister massiliensis sp. nov.
Dialister massiliensis (mas.si.li.en'sis, L. masc. adj. massiliensis from Massilia, the ancient Roman name for Marseille, where the strain was isolated).
Cells are anaerobic, Gram negative, oxidase and catalase negative, and are nonmotile rods. Colonies are small, transparent and smooth, with a diameter ranging from 0.1 to 0.2 mm on 5% sheep's blood-enriched Columbia agar. The growth temperature ranges from 28 to 45°C after 72 hours of incubation, with an optimal growth temperature at 37°C. Cells range in size from 0.83 to 1.20 μm in length and 0.70 to 0.80 μm in width.
Using API 20NE, Rapid ID 32A API and API ZYM galleries, positive reactions were observed for L-arginine, glutamic acid, The major fatty acids are C 18:1n9 , C 16:0 , and C 18:0 . The G + C content of the genome is 48.4%. The type strain Marseille-P5638 T (= CSUR P5638) was isolated from the stool specimen of a healthy 30-year-old Frenchman.
Nucleotide sequence accession number
The 16S rRNA gene and genome sequences were deposited in GenBank under accession numbers LT996173 and LT996885, respectively.
Deposit in a culture collection Strain Marseille-P5638 T was deposited in Collection de Souches de l'Unité des Rickettsies collection under number CSUR P5638. 
